Wounded related element through ethylene response factor 3
Analysis of MaPME2 and three promoter sequences was performed using PLACE (Prestridge 1991; Higo et al., 1999) and PLANT CARE (Lescot et al., 2002) programs. These numerous cis-regulatory sequences might be involved in tissue-specific or developmentally-regulated gene expression. Some of them are present in common in both Ma-PME2 and MaPME3 promoter sequences, including the basal TATA-and CAAT-box promoter elements for transcription, pollen-specific expression, plant-defense response element, auxin, gibberellin and salicylic-acid response elements. Other motifs like the sulphur-response element that contains the auxin-response factor (ARF) binding sequence (GAGACA) and the copper/O Different ci-regulatory elements found within the promoter of MaPME2 and 3 genomic sequences.
Multiple sequence alignment of polypeptide sequences of banana XTH genes
The predicted polypeptide of banana MaXET1 (accession n° EF103137) and MaXET2 (accession n°EF103136) genes, and those corresponding to MaXTH cDNAs isolated in this study were aligned (2A) using the using the CLUSTAL X program (Thompson et al., 1997) . The putative active site conserved among glycosyl hydrolase family 16 (GH16) enzymes with the adjacent N-linked glycosylation site are indicated in bold.
BAC localisation of banana PME genes and multiple sequence alignment of polypeptide sequences BAC sequences are represented as horizontal lines with a scale bar representing 10 kb (A). Predicted genes are represented as arrow boxes indicating the transcription direction. White boxes represent repetitive elements, Grey boxes represent genes and yellow boxes indicate putative PME genes. The colinearity region between the two BACs is highlighted. Alignment of banana PME polypeptide sequences was performed using CLUSTAL X ( Thompson et al., 1997) according to the default parameters (B). The putative presequence or signal peptide of MaPME2 and MaPME3 genes encoding a complete PME polypeptide, are presented in italics. The conserved RRLL motif that corresponds to the second cleavage site leading to the pro-PME sequence is presented in bold. The five conserved regions of the catalytic C-terminal domain are underlined. The Asp136 of the third motif (YQDTL) with a proposed function in the active site of bacterial and plant PMEs was found to be no conserved in all PMEs. The Asp of motif IV (DFIFG) and Arg225 and Trp227 of motif V (LGRPW) might be involved in the active site, while Phe of motif (DFIFG) might be involved in substrate binding (Jenkins et al., 2001; Johansson et al., 2002) .
